Reference 1. Woo, et al. Genotype distribution-based inference of collective effects in genome-wide association studies: insights to age-related macular degeneration disease mechanism.
, and σ h = σ J = 0.2. We set h = 0.7, J = 0.5 for the first 4 SNPs and their interactions and h = J = 0 otherwise. e-f Sensitivity and specificity of disease-associated interaction pairs. Simulated data were generated with parameters h -= (−1, −1), -J = (0.01, 0.01), σh = 0.1, σJ = 0.05 for m = 10 SNPs, except the interaction between the first two SNPs, for which we set -J = (0.01, 0.11). Interaction p-values for all pairs were calculated either by PW or by regularization to determine λ * followed by the construction of null distribution under λ * (Additional file 5: Figure S4 ) for LR, PL, and EE. The distribution of p-values for the true causal interaction pair and those of non-causal pair (geometric mean) are shown in e and f, respectively. The dominant model was used in all cases
